(A) Bone marrow-derived macrophages were stimulated with LPS (100 ng/mL) and assessed for Numb protein expression. Data are mean ± SEM of three independent experiments. 
SUPPLEMENTARY MATERIALS

Pre-fractionation protein by SDS-PAGE and in-gel digestion
Proteins were fractionated on SDS-PAGE mini slab gel (8 x 9 x 0.1 cm, AE-6530 mPAGE, ATTO, Japan). The amount of protein for each sample was 15µg. Low molecular weight protein standard marker (Amersham Biosciences, UK) was used to estimate size of polypeptides.
Electrophoresis was performed in SDS electrophoresis buffer (25mM Tris-HCl pH 8. 3, 192mM glycine, 0.1% SDS), and the gels were silver stained according to Blum et al. 2 . After protein bands were excised into pieces, the gel plugs were dehydrated with 100% acetonitrile (ACN) and reduced with 10mM DTT. Afterward, the gel pieces were dehydrated twice with 100% ACN for 5 min.
Then, add 10 µl of trypsin solution (10 ng/µl trypsin in 50% ACN/10mM ammonium bicarbonate)
to the gels followed by incubation at room temperature for 20 min. Thereafter, add 20 µl of 30%
to the gel and incubate at 37C overnight. On the next day, 30 µl of 50% ACN in 0.1% formic acid was added to the gels to extract peptide digestion products. The gels were incubated at room temperature for 10 min in a shaker. Then, peptides extracted were collected and pooled together in the new tube. The pool extracted peptides were dried by vacuum centrifuge and kept at -80C
for further mass spectrometric analysis.
HCTUltra LC-MS analysis
Peptide solutions were analyzed using an HCTultra PTM Discovery System (Bruker Daltonics Ltd., U.K.) coupled to an UltiMate 3000 LC System (Dionex Ltd., U.K.). Peptides MS/MS tolerance ±0.6 Da; peptide charge = 1+, 2+ and 3+; instrument = ESI-TRAP.
Proteins quantitation and identification
For proteins quantitation, DeCyder MS Differential Analysis software (DeCyderMS, GE 
